ABSTRACT Enterococcus faecalis is a lactic acid-producing Gram-positive bacterium commonly found in the intestinal tract of humans and animals; it is implicated in multidrug-resistant nosocomial infections. The draft genome of this E. faecalis sequence type 6 (ST6) strain consists of 3,215,228 bp, with 37.20% GC content, 3,048 predicted coding sequences, and 61 RNA genes.
micin, streptomycin, erythromycin (R Ͼ 8 g/ml), clindamycin (R Ͼ 8 g/ml), tetracycline (R Ͼ 168 g/ml), ciprofloxacin (R Ͼ 88 g/ml), and moxifloxacin (R Ͼ 88 g/ml) but susceptible to ampicillin (Ͼ2 g/ml), teicoplanin (Յ0.5 g/ml), linezolid (2 g/ml), tigecycline (Յ0.12 g/ml), and vancomycin (1 g/ml), in agreement with the resistome annotation. As no fluoroquinolone resistance genes were identified, mutations in a chromosome-borne DNA gyrase gene (gyrA) (8, 9) were further investigated using tBLASTn; fluoroquinolone-susceptible E. faecalis ATCC 29212 (accession no. CP008816) was used as the reference/wild-type strain to call single-nucleotide polymorphisms (SNPs). A Ser84Ile mutation, previously implicated in fluoroquinolone resistance (8) , was identified. Four plasmid replicon types, i.e., rep2, rep6, rep9, and repUS11, were identified with PlasmidFinder version 1.3 (10) . The GoSeqIt VirulenceFinder database (6) discovered 19 virulence factor genes: collagen adhesion (ace), pheromone precursor lipoproteins (cad, camE, cCF10, and cOB1), cytolysin (cylA, cylB, cylL, and cylM), endocarditis-and biofilm-associated pili (ebpA, ebpB, and ebpC), endocarditis antigen A (efaAfs), enterococcal leucine-rich internalin-like protein A (elrA), gelatinase (gelE), hyaluronidase (hylA and hylB), sortase A (srtA), and thiolperoxidase (tpx), contributing to its ability to aggregate, adhere, lyse, and invade host tissues. Analysis of the genomes of E. faecalis will increase our insight into the factors that mediate its pathogenesis and antibiotic resistance, as well as establish a correlation between genomic and phenotypic data. Accession number(s). This whole-genome shotgun project has been submitted to the National Center for Biotechnology Information GenBank database under the accession no. NXKG00000000. The version described in this paper is version NXKG01000000.
